(for a recent review see (33)).
10
The bacterial pathogen Legionella pneumophila lives in natural and man made water 11 systems and replicates intracellularly within aquatic protozoa (41). When inhaled by humans,
12
L. pneumophila is able to survive and replicate within alveolar macrophages (28). After entry 13 into host cells, L. pneumophila inhibits phagolysosomal fusion (26, 27) and establishes a 14 specialized Legionella-containing vacuole (LCV) surrounded by endoplasmic reticulum in 15 which L. pneumophila represses transmissive traits and starts to replicate (15, 37, 43) . During 16 the bacterial late replicative phase, the LCV merges with lysosomes (44). Finally, induced by 17 a nutrient decline the bacteria enter the transmissive phase, which is reflected by a major shift 18 in gene expression (2, 8, 14, 19, 37, 51) . In transmissive phase, L. pneumophila expresses 19 many virulence-associated traits promoting the release of the bacteria and infection of a new 20 host (2, 3, 23, 36, 42, 45, 46, 51) . One striking feature of transmissive L. pneumophila is the RsmA/RsmS of Pseudomonas aeruginosa was shown to have an important role in the 6 regulation of the the life cycle switch and in flagellar gene expression (17, 20, 32, 36, 42 RelA and SpoT (8, 19, 20, 51) . Phosphorylated LetA then induces the expression of two small 9 regulatory RNAs, RsmY and RsmZ, that in turn sequester CsrA, a RNA binding protein 10 present in many bacteria. In consequence CsrA is released from its target mRNAs allowing 11 for the expression of transmissive traits (37, 42) . Flagellar gene expression is thought to be 12 regulated by this CsrA dependent pathway, however, recently it was shown that the RsmYZ-
13
CsrA pathway may not be the main or only regulatory circuit governing flagella synthesis, 14 and that RpoS, LetA, LetE and probably cyclic-di-GMP levels, have important regulatory 15 influence on motility in L. pneumophila (42) . In addition the response regulator LqsR was 16 shown to be involved in expression of several flagellar genes, including the flagellin gene 17 (flaA). However, a L. pneumophila lqsR mutant strain had no obvious structural defect of the 18 flagellum (47).
19
Based on the presence of homologs of the regulatory proteins FleQ, FleR, RpoN, and 20 FliA of Pseudomonas aeruginosa in the L. pneumophila genomes, it was suggested that the 21 flagellar gene regulation cascade in L. pneumophila is similar to that described in P. results on the total cellular RNAs in the same conditions. Primers used are listed in Table 2 .
25
These real-time experiments were performed as described previously (2). Briefly, Real-time PCR was performed in a 25 µl reaction volume containing cDNA, 12.5 µl SYBR PCR Master 1 Mix (Applied Biosystems) and gene specific primers (300 nM) ( was extracted by using a High Pure RNA isolation kit (Roche, Mannheim, Germany). Bioproducts, Rockland, USA) sequencing gels of 66 cm with a 64 well shark tooth comb.
5
Gels were run under standard electrophoresis conditions in a LI-Cor-DNA4000 nucleotide 6 sequence analyzer and data were processed by using the software supplied (MWG-Biotech). (Table S8) .
19
In contrast to what was observed for FleQ, FleR and RpoN, only a very limited set of were detected, suggesting also dependence on a sigma 70 promoter (Figure 3a and 3b) .
4
The second messenger c-di-GMP might influence motility in L. pneumophila. (Table 5) . pneumophila that is partly different from that described in P. aeruginosa (Figure 4) . In L. 
